Supplementary Tables
Oligonucleotide primers used for MNase CHART-PCR, ChIP-qPCR and Nascent strand abundance assay Sequence of oligonucleotide primers and their map positions according to the human Lamin B2 (LAMB2) gene and ppv1 (TIMM 13) gene sequence (Gene bank accession no. M94363). Letters in bold are ectopic overhangs attached for introducing restriction sites (underlined sequence). MCM4 ORI primer and MCM4 non-ORI primer used in ChIP-qPCR and nascent strand abundance assay were described elsewhere as primer sets of UPR-F, UPR-R2 and EX7-F, EX7-R respectively (60). 
Supplementary
Underlined sequences are core E-box element of c-Myc binding site. Upon DMS treatment the E-box was methylated (mEbox -CA m CGTG). Origins possessing E-box elements are listed and the position of E-box is denoted. The origin sequence mentioned here can be retrieved from the following URL.
(http://genome.ucsc.edu/ENCODE/encode.hg17.html). Supplementary Figure S4 . Kinetics of acetylase recruitment and histone tail modifications at non-ORI LB2-P region. (A and B) The G 0 /G 1 staged HEK293 cells were subjected to ChIP-qPCR and the fold DNA enrichment of non-ORI LB2-P region over IgG control was measured for GCN5, p300, HBO1 and TRRAP proteins (A) as well as for histone H3 K9Ac, H4 tetra-Ac and H3 K4me3 (B). (C) HEK293 cells either transfected with vector control or Myc shRNA were processed for western blotting to show the expression of indicated proteins. (D) HEK293-MycER Tam cells were induced for the indicated time points and fold DNA enrichment of HBO1 and histone H4 tetra-Ac over IgG control was measured by ChIP-qPCR for E-box region. Except (C), data shown are mean ± SD of three independent experiments.
Supplementary Figure legends
Supplementary Figure S5 . Sequential order of molecular events at both ORI and E-box regions during early to mid G 1 phases. (A) Fold DNA enrichment of MLL1 over IgG control was measured by ChIP-qPCR for non-ORI LB2-P region in G 0 /G 1 transiting HEK293 cells (B and C) HEK293 cells transfected with either vector control or Myc shRNA were processed for the following experiments. Cells were proceeded for ChIP-qPCR for both LB2 ORI and E-box regions to show the fold DNA enrichment of histone H3K4me3 over IgG control (B) . Cell lysates were prepared for western blotting to show the expression of indicated proteins (C). (D and E) HEK293 cells progressing from early to mid G 1 were harvested at the indicated time points and ChIP-qPCR was performed for either LB2 ORI (D) or E-box regions (E) by immunoprecipitating the cell lysate with the indicated antibodies. (F) ChIP-qPCR was performed with MCM4 ORI primer to measure TET2 and TDG occupancy over IgG control during G 0 and G 1 phases of HEK293 cells. Except (C), data shown are mean ± SD of three independent experiments. The number sign indicates statistically significant difference at p < 0.01. Figure S6 . Methylation profiling for E-box adjacent region of lamin B2 origin. Genomic DNA isolated from G 0 and early G 1 phased HEK293 cells were modified by bisulfite treatment. The lamin B2 origin region adjacent to E-box element (4217 to 4228, GenBank TM accession no. M94363) was sequenced after treatment and compared with that of unmodified lamin B2 origin (before bisulfite treatment). The unmethylated cytosines (Cs) were converted to thymines (Ts) upon bisulfite treatment and marked as '+', whereas methylated Cs remained unchanged due to its resistance to such conversion. The methylated CpG is denoted by upward triangle (blue). 
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